: Motif logos and correlation between motif distribution and crossover rates. Spearman's r s 2 of motif distribution and crossover rates for non-overlapping 100-kb regions across the whole genome with probability values in parentheses. Results are shown for motif distribution across the genomes of the Rwandan (RG) population and three different estimates of crossover distribution across the genome.
of motif distribution and crossover rates for non-overlapping 100-kb regions across the whole genome with probability values in parentheses. Results are shown for motif distribution across the genomes of the Rwandan (RG) population and three different estimates of crossover distribution across the genome.
Two of these distributions represent LD-based estimates of crossover rate ( LD ) applied to polymorphism data from the RG and Zambian (ZI) populations (see Methods). The third crossover distribution (experimental genetic map) is from high-resolution experimental mapping of crossover events (Comeron et al. 2012) . Logos are presented with positions (y-axes) weighted by information content (x-axes) per site and were obtained using the sequences of motifs after applying 1% FDR genome-wide. Only motifs present more than 1,000 times genome-wide are shown and have been ranked following E-value of enrichment in sequences near crossover events as reported in (Comeron et al. 2012) . Table S3 . Correlation between motif distribution and either population estimates of crossover rates ( LD ) or the ratio of  LD to the amount of silent nucleotide diversity (π sil ). Table S4 . Position Probability Matrix (PPM) of motifs investigated and total motif presence. Logos were obtained using the sequences of motifs after applying 1% FDR genome-wide (except for M16 with a single sequence). Only motifs present more than 1,000 times genome-wide (M1-M12) were used in the analyses and are shown ranked following E-value of enrichment in sequences near crossover events as reported in (Comeron et al. 2012) . Motifs M13-M20 were reported as motifs enriched near crossover events with E-value < 10 -10 in (Comeron et al. 2012) but are too infrequent for genome-wide analyses after applying 1% FDR.
Crossover Rates (100-kb)
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M11
r s 2 = 0.064
r s 2 = 0.031 (P = 7.5310 -10 ) r s 2 = 0.010 (P = 6.6610 -4 ) Figure S2 Motif presence per 100kb a Spearman's correlation r s between motif distribution and crossover rates at three different genomic scales (non-overlapping 5-, 100-and 2,500-kb regions).
For each motif and genomic scale, r s is shown for the Rwandan (RG) population using LD-based population estimates of crossover rate  LD ( LD = 2 N e r) and  LD/ π sil ( LD normalized by the amount of silent nucleotide diversity π sil, with π sil = 4 N e μ in autosomes and π sil = 3 N e μ for the X). Probability values are shown in parentheses below r s . 0.000 0.000 0.000 0.000
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